Phylogenetic Analysis
Sequence alignment was performed by using MAFFT (1) . Nucleotide sequence from each protein were aligned and then concatenated for further genetic and phylogenetic analyses.
Maximum likelihood and Bayesian phylogenetic trees were inferred from sequence alignments by using PhyML 3.0 (2) and MrBayes v3.2.5 (3), respectively. The best-fit model of nucleotide substitution was identified by jModelTest (4) . The robustness of ash analyses was assessed by bootstrap resampling process of 1,000 replications and when the average standard deviation of the split frequencies form the Markov chain Monte Carlo analysis was <0.01. Total  262  83  12  5  138  3 
Technical Appendix
- 22 - - - - - Pleneau Island - 44 - - - - - Brown Base - 17 - - - - - *G.G.V. Base 130 - - - - - -
